Context: Turner syndrome (TS) is due to a complete or partial loss of an X chromosome in female patients and is not currently part of newborn screening (NBS). Diagnosis is often delayed, resulting in missed crucial diagnostic and therapeutic opportunities.
T urner syndrome (TS) is complete or partial loss of 1 X chromosome in phenotypic female patients. Common characteristics include short stature, infertility, hypothyroidism, autoimmune diseases, hearing loss, and specific cognitive deficits. The gold standard of diagnosis is karyotype (1) . Some infants are diagnosed in utero or at birth based on ultrasound findings, lymphedema, or congenital heart malformations such as coarctation of the aorta. Prompt diagnosis allows for therapies such as growth hormone (GH) therapy as early as 4 years of age (2, 3) , age-appropriate puberty induction with hormone therapy, and evaluation for congenital heart disease (1) . Many girls with TS are diagnosed later and miss the opportunity for life-changing therapies and comorbidity screenings (4) (5) (6) . Even with advances in prenatal testing, some studies have shown that .20% of patients are diagnosed after the age of 12 years (7) , and that the average delay in diagnosis after girls with TS fall below the fifth percentile in height is 5 years (4) .
There is currently no newborn screening (NBS) test for TS, even though such a test would most likely be beneficial (1, 8) . Karyotype would be too labor and time intensive and costly to be a practicable test. A few groups have proposed diagnostic genetic testing by sequencing small portions of the X chromosome or real-time polymerase chain reaction gene quantification; however, these techniques are specific to TS and do not have applicability to other genetic conditions (8, 9) . Chromosomal microarray has been shown to be both sensitive and specific for detection of TS but is limited to detection of copy number variations (CNVs) only (10) . In contrast, next-generation sequencing-based techniques (e.g., genome, exome, gene-panel sequencing) have the potential to identify a much larger number of diseases than are now screened for using NBS and other methods (11) (12) (13) .
In this study, we show that whole-exome sequencing (WES) is both sensitive and specific for diagnosing TS, using two orthogonal analyses of exome sequencing: predicting genomic CNV using differences in depth of sequencing and B allele frequency (BAF) calculation from informative single nucleotide polymorphisms (SNPs). Because next-generation sequencing technology has the potential to diagnose the majority of conditions on current newborn screens in addition to other genetic conditions not screened (11) (12) (13) , we show that our study is a portal into the future of genomic screening.
Methods

Patients
Patients gave consent for and were enrolled in the National Human Genome Research Institute protocol 11-HG-0093 (Personalized Genomic Research). Inclusion criteria were a 50-metaphase karyotype or chromosomal microarray diagnosing a chromosome X deficiency and either complete or partial X-chromosome deletion or mosaic (Table 1) . Control subjects were healthy female and male children and adults without a disorder of sex development. In total, 27 individuals with TS, 37 46,XX female control subjects, and 27 46,XY control male subjects were evaluated in this study.
DNA extraction
Genomic DNA was isolated from whole blood of patients with TS and of control subjects, using the QIAamp DNA Blood Maxi Kit (QIAGEN, Valencia, CA) and following the manufacturer's instructions.
Chromosomal microarray
The Illumina HumanExome BeadChip-12v1_A (Illumina Inc., San Diego, CA) SNP chip (~250,000 markers) was used for chromosomal microarray analysis. Samples with calls below Illumina's expected 99% SNP call rates were excluded.
WES
Exome-enriched libraries were prepared from genomic DNA using the NimbleGen SeqCap EZ version 3.0 + UTR capture kit (Roche, Madison, WI). Libraries were sequenced at the National Institutes of Health Intramural Sequencing Center on the Illumina HiSEquation 2500 platform using 125-bp paired-end reads. Subsequent processing used the computational resources of the National Institutes of Health HPC Biowulf cluster (http:// hpc.nih.gov). Binary alignment map (BAM) files were produced according to GATK (version 3.6) best practices (15) (16) (17) by mapping FASTQ files to the GRCh37 human reference assembly using the Burrows-Wheeler Aligner (18) (version 0.7.15) and processing with Picard tools (v.2.1.1; http://broadinstitute. github.io/picard).
Data analysis
EXCAVATOR2
CNV prediction from exome sequence data was done using EXCAVATOR2 (19) (version 1.1). This recently released tool uses reads aligning outside targeted regions to improve detection of CNVs as compared with other exome-based CNV callers such as XHMM and CoNIFER (19) . We ran each of our BAM files (i.e., of 27 TS, 37 female control subjects, 27 male control subjects) through the EXCAVATOR2 pipeline using the standard settings, but we adjusted the algorithm to also analyze chromosome Y. All TS samples were compared with those of female and male control subjects separately. Each female control subject was also processed individually to confirm a 46,XX genotype. The final list of predicted CNVs for each sample was then annotated for genes, presence in the Database of Genomic Variants (20) , and cytogenetic regions, using ANNOVAR (21) . Similar to microarrays, EXCAVATOR2 generates log R ratio (LRR) values across chromosomal regions, where LRR is defined as log 2 (RC case /RC control ) and the read count (RC) is the mean RC over a specified interval. Deviation of LRR from 0 is evidence of copy number change. We estimated the level of mosaicism for 45,X using the following formula:
Polymorphic variant calling
We downloaded from the University of California, Santa Cruz, Genome Browser (22) a list of coding variants outside the pseudoautosomal regions on chromosomes X and Y with minor allele frequency $1% in the SNP database (23) build 146. In total, there were 2,068 and 31 such SNPs on chromosome X and Y, respectively. We then determined the sequencing depth for the reference and any alternate alleles at each of these locations using the SAMtools (24) (version 1.3.1) mpileup command on each of our processed BAM files. For each SNP with a minimum depth of sequencing $10 reads, BAF was calculated as:
Heterozygous calls were defined as BAF between 0.4 and 0.6, and were compared between the TS cohort, female control 
Statistical analysis
Microsoft Excel for Mac (version 15.27) was used to tabulate data and calculate odds ratios, confidence intervals, and perform Student t tests.
Mosaic and 46,X,iso(Xq) simulation
To simulate various states of mosaicism, we selected BAM files of a patient with nonmosaic TS and a female control subject with comparable nonchromosome X sequencing coverage. As expected, the chromosome X coverage in the TS sample was approximately half that of the control subject. We then used the Picard DownsampleSam function to reduce the average coverage of the BAM files by various fractions commensurate with predetermined levels of mosaicism. After merging the appropriate downsampled BAM files, using SAMtools, we then ran each simulated mosaic alignment through the EXCAVATOR2 pipeline. To simulate a case with isochromosome Xq, we extracted the Xq alignment from a TS BAM file using SAMtools. We then merged the Xq and TS alignments, simulating 1 normal X chromosome and 1 long-arm isochromosome X derivative. Finally, we ran this simulated 46,X,iso(Xq) BAM file through the EXCAVATOR2 pipeline.
Results
CNV analysis
Using CNV prediction, we were able to demonstrate monosomy of chromosome X in all 27 TS samples with no false-negative results ( Fig. 1 ). There were also no falsepositive results, because all 37 female control subjects were correctly assigned a 46,XX genotype (Supplemental Fig. 1) . Thus, the sensitivity and specificity were both 100% for this assay. In 1 case, we confirmed an individual who was mosaic for 45,X and 46,XX cell lines on karyotype. The mean LRR on chromosome X in this sample (patient 1) was 20.56 ( Fig. 2) , corresponding to approximately a 64% level of mosaicism for 45,X, consistent with the 70% value obtained on microarray. In another case (patient 14), we were able to detect the presence of Y-chromosome material [ Fig. 3(a) ], a finding confirmed with microarray but not previously seen on karyotype. Specifically, EXCAVATOR2 predicted the presence of a 4.6-Mb stretch on Yp11.2 containing 8 coding genes. The reported size on microarray was slightly smaller at 3.4 Mb, a difference likely due to a limited number of SNP probes in this region on array. Analysis of the LRR plot for chromosome Y in this sample was suggestive of a mosaic state (Supplemental Fig. 2 ), which may explain why it was not seen on karyotype. Using our simulated data, we detected mosaicism for 45,X to a level as low as 5% ( Table 2) . We were also able to easily identify isochromosome Xq [ Fig. 3(b) ], further demonstrating EXCAVATOR2' s ability to detect subtle differences in read depth.
Informative SNPs
The mean number of SNP-database informative Xchromosome calls per sample captured by exome sequencing for the TS, and female and male control subjects was 1818, 1842, and 1743, respectively ( Table 3) . Consistent with a hemizygous state, the mean number of heterozygous X-chromosome calls per sample for TS was 4, representing 0.22% of the total calls. In contrast, the average number of heterozygous Xchromosome calls per sample for female control subjects was 178, representing 9.6% of the total calls. As expected, the female control subjects averaged a 45-fold higher heterozygous count on chromosome X than the TS group (Student t test P = 9.0 3 10 225 ) because of their second X chromosome. The mean male control subject heterozygous count on chromosome X was 4.8 per sample, or 0.27% of the total calls. As anticipated, this was not significantly different from the TS group (P = 0.2), given that the male subjects also only had a single X chromosome. Patient 1 was known to be mosaic for 45,X as previously described. Using BAF data from informative SNPs, we calculated a 71% level of mosaicism for 45,X. This was very close to the 64% value calculated using LRR data from EXCAVATOR2 and the 70% value from microarray. We also confirmed Y-chromosome material in the other case (patient 14) by this method, in that informative SNPs were found at 5 loci on the TSPY2 and TSPY8 genes.
Discussion
We used 2 different techniques based on WES data, CNV analysis with EXCAVATOR2 and informative SNP calling, to diagnose TS with high sensitivity and specificity. With the possibility of next-generation sequencing as part of future NBS analysis (11) (12) (13) , screening for TS in newborns with next-generation sequencing is possible.
Diagnosis of TS has traditionally been done using karyotype or microarray. Although accurate, these tests are costly ($400 vs $1200, respectively) and usually conducted as part of an evaluation for short stature or delayed puberty (25) . Though there is already a rapid pyrosequencing-based method for TS diagnosis based on genotyping of SNPs (8), we believe a standardized comprehensive screening test is necessary. Bodian et al. (11) recently demonstrated the advantages of incorporating next-generation sequencing into NBS by evaluating for single-nucleotide variants and small insertions/ deletions in 163 NBS genes. Our work shows that such data can also be used to assess for large genomic CNVs like those in TS. The cost of exome sequencing continues to fall and many providers offer it for ,$400 (26) . Furthermore, data analysis is becoming increasingly inexpensive through automation. The time is quickly approaching when cost is no longer the major obstacle in implementing such an effort.
The motivation for diagnosing TS early is related to its multisystemic nature and increased mortality and morbidity compared with the general population (6) . One review of TS described a threefold increase in premature death and .10-year reduction in life expectancy in women with TS, mainly because of cardiovascular complications (27) . Bicuspid aortic valve occurs in 15% to 30% of female patients with TS and is associated with development of aortic valve dysfunction and ascending aortic dilatation later in life (27) . Aortic coarctation is found in 17% of women with TS and may present in infancy with congestive heart failure necessitating urgent surgical intervention (25, 27, 28) . Aortic dissection is 6 times more common in TS than the general population, with increased incidence even in girls and adolescents (29) . One study described several cases of aortic dissection in the first decade of life, including a 4-year-old girl (30) . Current TS guidelines recommend a thorough cardiovascular evaluation including echocardiography and blood pressure measurement in all extremities at the time of diagnosis, regardless of age (1). Thus, the early detection of cardiovascular system abnormalities in TS allows for close surveillance and intervention, should it be needed.
Haploinsufficiency of the SHOX gene located in the pseudoautosomal region of the X chromosome leads to short stature in 95% to 99% of female patients with TS (27), explaining the rationale for GH treatment. Initiating GH by 4 years of age significantly increases height in girls with TS, with 80% to 93% reaching a normal height after several years of treatment (2, 3) . Notably, patients who start GH at a younger age and continue treatment of longer periods generally experience greater height gains (31) . In fact, 1 group recommends initiating GH in patients with TS in the first year of life (32) .
There are other benefits to early diagnosis of TS. Hearing loss is common among female patients with TS and can necessitate the use of hearing aids during childhood (1) . Evidence suggests some individuals with TS have cognitive and neurodevelopmental challenges that may benefit from early educational intervention (1) . Furthermore, the ability to perform ovarian biopsy in young girls with TS while they still have viable follicles may be a realistic way to prevent infertility (33) . Despite these and other benefits to early identification, the diagnosis of TS is often delayed. In 1 study, one-half of girls were diagnosed after infancy, with an average delay of 5 years between diagnosis and when they had fallen below the fifth percentile in height (4) . Other studies showed that 22% of women were not diagnosed until after the age of 12 years and until adulthood in up to 10% of cases. Our technique would diagnose infants at birth and permit early interventions to maximize overall quality of life.
With our protocol, we were able to detect 27 of 27 cases of karyotype-confirmed TS with a sensitivity and specificity of 100%. According to the American College of Medical Genetics and Genomics, nonmosaic monosomy X is found in only 45% of patients with TS (34) . The remaining 55% are either mosaic for 45,X and another cell line or possess a structural chromosome abnormality. Thus, it is necessary for any diagnostic test to detect all such mechanisms. We successfully confirmed a true 45,X/46,XX mosaic case in our cohort. And our simulated data analysis showed this method can detect isochromosome Xq and low-level mosaicism. Mosaic TS karyotypes are associated with a variable and generally less severe phenotype (35) . In 1 recent study, low-level 45,X/46,XX mosaicism up to 10% was not associated with congenital heart disease or thoracic aorta dilatation (36) . Our automated technique can detect mosaicism as low as 5%. However, we could easily set a mosaicism threshold below which the algorithm does not generate an abnormal result. This would alleviate the uncertainty for parents whose newborn has low-level mosaicism but may exhibit few or none of the TS signs. Further work is needed to determine this precise level of mosaicism at which we begin to monitor for features of TS. We also identified another patient in our cohort with previously unreported Y-chromosome material containing 8 coding genes. Approximately 6% to 8% of individuals with TS have Y-chromosome material detectable by karyotype or molecular techniques (37) . This is notable because of the associated 10% to 30% risk of gonadoblastoma in such cases (37) . This gonadal tumor can develop even in the first decade of life and may transform into a malignant germ-cell neoplasm (37) . Thus, current guidelines recommend prophylactic gonadectomy in patients with TS with Y-chromosome material (1, 37) . Testing for cryptic Y-chromosome material is currently only done if a marker chromosome is seen on karyotype or signs of virilization are present (1). In contrast, our technique permits detection of Y-chromosome material in the newborn period and early screening for gonadoblastoma. In addition, whereas previous assays evaluating for cryptic Y-chromosome material used only a few centromeric or SRY markers (37) (38) (39) , our method provides precise information about which genes on the Y chromosome are present. This may lead to a better understanding of the mechanism of gonadoblastoma in women with TS.
The issue of "secondary" or "incidental" findings discovered through genome-scale sequencing is important. The American College of Medical Genetics and Genomics in 2013 recommended that known pathogenic or expected pathogenic variants in 56 (now 59) genes should be disclosed to patients undergoing such testing (40) . Although many of the disorders associated with these genes are adult onset, others, like Marfan syndrome (FBN1 gene) or familial adenomatous polyposis (APC gene), have important manifestations during childhood that must be monitored. This was a proof-of-principle research effort and our patients agreed not to be informed of secondary findings. Nevertheless, if this technique is someday incorporated into NBS, we feel there is an obligation to disclose these findings, given the opportunity to reduce overall mortality and morbidity.
The main limitation of this paper is the small patient cohort comprising mainly classic 45,X women. We addressed this shortcoming by using simulated data to test different scenarios, such as low-level mosaicism and structural X-chromosome abnormalities. Our results suggest this technique is at least comparable to arraybased diagnostic testing for TS. By extension, this method could also be used to assess for other aneuploidies such as trisomy 21 or microdeletions like 22q11.2.
Obviously, there are a number of considerations, including ethical issues, costs, and clinical validity, involving next-generation sequencing and NBS, and these issues are beyond the scope of this text. But these challenges should not dissuade us from using this powerful tool given the important potential benefit it offers. In conclusion, we feel our results demonstrate the ability of WES-based techniques to detect TS, which strengthens the argument for the incorporation of next-generation sequencing into standard NBS.
